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Figure 1 
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Y indicates the start of exon 1 
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Figure 2 



Sequence alignment: of the 4 alleles 

Variations in transcription factor binding sites are marked with boxes 



Allel_l 
Allel_2 
Allel_3 
Allel 4 



10 20 30 40 50 

1 GAATGAATGA ACTAGTTACC AC AAC T AG T A CACCCAAAAT GAACAAAAAA 50 

1 GAATGAATGA ACTAGTTACC ACAACTAGTA CACCCAAAAT GAACAAAAAA 50 

1 GAATGAATGA ACTAGTTACC ACAACTAGTA CACCCAAAAT GAACAAAAAA 50 

1 GAATGAATGA ACTAGTTACC ACAACTAGTA CACCCAAAAT GAACAAAAAA 50 



Allel_l 
Allel_2 
Allel_3 
Allel 4 



60 70 80 90 100 

51 TAGCTTGGTG GTATAATTAA AATGCCACCA AAGTTTATAC AATAATTGTA 100 

51 TAGCTTGGTG GTATAATTAA AATGCCACCA AAAT T TAT AC AATAATTATA 100 

51 TAGCTTGGTG GTATAATTAA AATGCCACCA AAAT T TAT AC AATAATTATA 100 

51 TAGCTTGGTG GTATAATTAA AATGCCACCA AAATTTATAC AATAATTATA 100 
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GATTAGACCA 


CATATAATGT 
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TTCTCATGGT 


CTTGTATGTT 


AATAAAAATT 
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GTGAAATAAA 


TAATGAATTC 


TTCTCATGGT 


CTTGTATGTT 


AATAAAAATT 
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Allel] 


~4 


251 


GAAAAATTTT 


GAAGACCCCA 


TTTTGTCCCA 


AGAATTTCAT 
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AAAGGTTACA 


AAGGAAATTT 


TATTGATATA 
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TGAATTTTTC 


AAAGGTTACA 
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AT AAAT G CAT 
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TGTTGGGGTT 
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GTTCTCATAA 


T AAC CAT AAA 


TCTAGGGTTT 


TGTTGGGGTT 


TTTTTTGTTT 


400 
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"3 
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GTTCTCATAA 


TAACCATAAA 


TCTAGGGTTT 


TGTTGGGGTT 


TTTT TT* — ^™ — — 


400 
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GTTCTCATAA 


TAACCATAAA 


TCTAGGGTTT 


TGTTGGGGTT 
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Allel_l 
Allel_2 
Allel_3 
Allel 4 



401 
401 
401 
401 



GTTAATTTA G AAC AAT G C C ATTCCATTTC CTGTATA ATG AGTCgC TTCTT 4 50 

!TTQ)TT 4 50 

TTGTT 4 50 

:TT(hT 4 50 



GTTAATTTA G AAC AAT G C C ATTCCATTTC CTGTATAATG AGT1CA 
GTTAATTTA GAACAATGCC ATTCCATTTC CTGTATAITG AGT£A 
GTTAATTTA GAACAATGCC ATTCCATTTC CTGTATAATG AGTlCA 



AP-1 L..- 



YY-1 



460 470 480 490 500 

Allel_l 4 51 TGTTGTAAA CTCTCCTTAG AATTTCTTGG GAGAGGAACT GAACAGAACAT 500 

Allel_2 4 51 TGTTGTAAA CTCTCCTTAG AATTTCTTGG GAGAGGAACT GAACAGAACAT 500 

Allel_3 4 51 TGTTGTAAA CTCTCCTTAG AA TTTCTTGG GAGAGGAAC T GAACAGAACAT 500 

Allel_4 4 51 TGTTGTAAA CTCTCCTTAG AAT |TTCTTGG GAGAgGAA^ T GAACAGAACAT 500 



ABF1 
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Figure 2 (continued) 



510 520 530 540 550 

Allel_l 501 TGATTTCCT ATGTGAGAGA ATTCTTAGAA TTTAAATAAA CCT§TTGGTTA 550 

Allel_2 501 TGATTTCCT ATGTGAGAGA ATTCTTAGAA TTTAAATAAA CCTGTTGGTTA 550 

Allel_3 501 TGATTTCCT ATGTGAGAGA ATTCTTAGAA TTTAAATAAA CCTGTTGGTTA 550 

Allel 4 501 TGATTTCCT ATGTGAGAGA ATTCTTAGAA TTTAAATAAA CCTGTTGGTTA 550 



Allel_l 
Allel_2 
Allel_3 
Allel 4 



560 570 580 590 600 

551 AACTGAAAC CACAAAATTA GCATTTTACT AAT C AG TAG G TTTAAATAGCT 600 

551 AACTGAAAC CACAAAATTA GCATTTTACT AAT C AG TAG G TTTAAATAGCT 600 

551 AACTGAAAC CACAAAATTA GCATTTTACT AATCAGTAGG TTTAAATAGCT 600 

551 AACTGAAAC CACAAAATTA GCATTTTACT AATCAGTAGG TTTAAATAGCT 600 



Allel_l 
Allel_2 
Allel_3 
Allel 4 



610 620 630 640 650 

601 TGGAAGCAA AAGTCTGCCA TCACCTTGAT CATCAACCCA GCTTGCTGCTT 650 

601 TGGAAGCAA AAGTCTGCCA TCACCTTGAT CATCAACCCA GCTTGCTGCTT 650 

601 TGGAAGCAA AAGTCTGCCA TCACCTTGAT CATCAACCCA GCTTGCTGCTT 650 

601 TGGAAGCAA AAGTCTGCCA TCACCTTGAT CATCAACCCA GCTTGCTGCTT 650 



AllelJL 
Allel_2 
Allel_3 
Allel 4 
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670 



680 



690 



700 



651 TCTT 

651 TCTT 

651 TCTT 

651 TCTT 
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Figure 3 
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Figure 4 



